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Spatiotemporal single-cell RNA sequencing of developing chicken hearts identifies interplay between cellular differentiation and morphogenesis | Nature Communicationshttps://www.nature.com/articles/s41467-021-21892-z
[bookmark: _Toc2]Article summary:
1. This article discusses the use of single-cell RNA sequencing and spatially resolved RNA sequencing to study the cellular mechanisms involved in heart development.
2. The study used chicken embryos as a model system to generate over 22,000 single-cell transcriptomes across four key Hamburger-Hamilton ventricular development stages.
3. The combination of single-cell and spatial transcriptomics enabled researchers to unravel cellular interactions that drive cardiogenesis, reconstruct differentiation lineages, and identify stage-specific transcriptional programs and cellular interactions.
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Appears well balanced: The article presents the information in a reliable and balanced way, without biases and prejudices. The claims made in the article are well supported and, where applicable, all sides of the argument are given opportunity to present their point of view. The article appears trustworthy and reliable.
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The article is generally reliable and trustworthy, as it provides a detailed overview of the research conducted by the authors on the use of single-cell RNA sequencing and spatially resolved RNA sequencing to study the cellular mechanisms involved in heart development. The authors provide evidence for their claims through data from over 22,000 single-cell transcriptomes across four key Hamburger-Hamilton ventricular development stages, which they used to reconstruct differentiation lineages, identify stage-specific transcriptional programs and cellular interactions, and unravel cellular interactions that drive cardiogenesis. 
The article does not appear to be one-sided or biased in any way; rather, it presents both sides of the argument equally by providing evidence for both its claims and counterarguments. Furthermore, there are no unsupported claims or missing points of consideration in the article; all claims are backed up with evidence from the data collected by the authors. Additionally, there is no promotional content or partiality present in the article; instead, it focuses solely on presenting an unbiased overview of the research conducted by the authors. Finally, possible risks associated with this type of research are noted throughout the article; for example, it mentions that cardiac fate decisions can be difficult to study using traditional developmental biology techniques due to heterogeneity of cell types during cardiac development. 
In conclusion, this article is reliable and trustworthy due to its lack of bias or promotional content as well as its thorough presentation of evidence for its claims.
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· Cardiac fate decisions
· Single-cell transcriptomes
· Spatially resolved RNA sequencing
· Cardiogenesis
· Differentiation lineages
· Transcriptional programs
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